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1068 
DNA 



<213> Homo sapiens 
<220> 

<221> CDS 

<222> (3).. (725) 

<223> 



<400> 1 

ag atg gcg acc gcc atg tac ttg gag cac tat ctg gac agt ate gag 

Met Ala Thr Ala Met Tyr Leu Glu His Tyr Leu Asp Ser lie Glu 
15 10 15 



47 



aac ctt ccc tgc gaa ctt cag agg aac ttc cag ctg atg cga gag ctg 
Asn Leu Pro Cys Glu Leu Gin Arg Asn Phe Gin Leu Met Arg Glu Leu 
20 25 30 



95 



gac cag agg acg gaa gat aag aaa gca gag att gac ate ctg get gca 
Asp Gin Arg Thr Glu Asp Lys Lys Ala Glu He Asp He Leu Ala Ala 
35 40 45 



143 



gag tac ate tec acg gtg aag acg ctg tet cea gac cag cgc gtg gag 
Glu Tyr He Ser Thr Val Lys Thr Leu Ser Pro Asp Gin Arg Val Glu 
50 55 60 



191 



ege ctg cag aag ate eag aac gee tac age aag tgc aag gaa tac agt 
Arg Leu Gin Lys He Gin Asn Ala Tyr Ser Lys Cys Lys Glu Tyr Ser 
65 70 75 



239 



gac gac aaa gtg cag ctg gcc atg cag ace tac gag atg gtg gat aaa 287 
Asp Asp Lys Val Gin Leu Ala Met Gin Thr Tyr Glu Met Val Asp Lys 
80 85 90 95 

cac att cga agg ctt gat gca gac ctg gcg cgc ttt gaa gca gat ctg 335 
His He Arg Arg Leu Asp Ala Asp Leu Ala Arg Phe Glu Ala Asp Leu 
100 105 110 



aag gac aag atg gag gge agt gat ttt gaa age tee gga ggg cga ggg 
Lys Asp Lys Met Glu Gly Ser Asp Phe Glu Ser Ser Gly Gly Arg Gly 
115 120 125 



383 
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tta aaa aaa ggc egg ggt cag aaa gaa aaa aga ggg tec egg ggc cga 431 
Leu Lys Lys Gly Arg Gly Gin Lys Glu Lys Arg Gly Ser Arg Gly Arg 
130 135 140 

ggc agg agg aca tea gag gaa gac aca cca aag aaa aag aag cac aaa 479 
Gly Arg Arg Thr Ser Glu Glu Asp Thr Pro Lys Lys Lys Lys His Lys 
145 150 155 

gga ggg tct gag ttc act gac acc ate ctg tec gtg cac ccc tct gat 527 
Gly Gly Ser Glu Phe Thr Asp Thr He Leu Ser Val His Pro Ser Asp 
160 165 170 175 

gtg ctg gac atg ccc gtg gac cca aac gaa ccc aeg tac tge ctg tgc 575 
Val Leu Asp Met Pro Val Asp Pro Asn Glu Pro Thr Tyr Cys Leu Cys 
180 185 190 

cac cag gte tec tat ggg gag atg att ggc tgt gac aat cca gac tgt 623 
His Gin Val Ser Tyr Gly Glu Met lie Gly Cys Asp Asn Pro Asp Cys 
195 200 205 

cca att gag tgg ttt cac ttt gcc tge gtg gac ett ace aeg aaa ccc 671 
Pro He Glu Trp Phe His Phe Ala Cys Val Asp Leu Thr Thr Lys Pro 
210 215 220 

aaa gga aaa tgg ttc tgt cca egg tgt gte cag gaa aag agg aag aag 719 
Lys Gly Lys Trp Phe Cys Pro Arg Cys Val Gin Glu Lys Arg Lys Lys 
225 230 235 

aag tag gaggagctgt gtgeceggat ccgaggagea agttaatctg teccttcatt 775 

Lys 

240 

cgtgtegcaa tatttccctt ccttttaaaa etaccttgtt cggttgatac ttagtaactc 835 

cgtggecagt tgaagcgctg gatgtttcct agaacaagaa ceaccaaagc ctgttcgcac 895 

agaagggega cettgeaggg actcgcegce gcgaccteag tgtggctttt acaggactee 955 

ceccgagcat cagcagggac cccggcggac gtgggcgggc gcgcgtgagc tcgggctgcc 1015 

cggeegggcg tgcgggcggg gacatggtaa cetggtccac ggagggegge egc 1068 



<210> 2 

<211> 240 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Ala Thr Ala Met Tyr Leu Glu His Tyr Leu Asp Ser He Glu Asn 
15 10 15 



Leu Pro Cys Glu Leu Gin Arg Asn Phe Gin Leu Met Arg Glu Leu Asp 
20 25 30 



Gin Arg Thr Glu Asp Lys Lys Ala Glu lie Asp He Leu Ala Ala Glu 
35 40 45 
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Tyr lie Ser Thr Val Lys Thr Leu Ser Pro Asp Gin Arg Val Glu Arg 
50 55 60 



Leu Gin Lys lie Gin Asn Ala Tyr Ser Lys Cys Lys Glu Tyr Ser Asp 
65 70 75 80 



Asp Lys Val Gin Leu Ala Met Gin Thr Tyr Glu Met Val Asp Lys His 
85 90 95 



He Arg Arg Leu Asp Ala Asp Leu Ala Arg Phe Glu Ala Asp Leu Lys 
100 105 110 



Asp Lys Met Glu Gly Ser Asp Phe Glu Ser Ser Gly Gly Arg Gly Leu 
115 120 125 



Lys Lys Gly Arg Gly Gin Lys Glu Lys Arg Gly Ser Arg Gly Arg Gly 
130 135 140 



Arg Arg Thr Ser Glu Glu Asp Thr Pro Lys Lys Lys Lys His Lys Gly 
145 150 155 160 



Gly Ser Glu Phe Thr Asp Thr He Leu Ser Val His Pro Ser Asp Val 
165 170 175 



Leu Asp Met Pro Val Asp Pro Asn Glu Pro Thr Tyr Cys Leu Cys His 
180 185 190 



Gin Val Ser Tyr Gly Glu Met He Gly Cys Asp Asn Pro Asp Cys Pro 
195 200 205 



He Glu Trp Phe His Phe Ala Cys Val Asp Leu Thr Thr Lys Pro Lys 
210 215 220 



Gly Lys Trp Phe Cys Pro Arg Cys Val Gin Glu Lys Arg Lys Lys Lys 
225 230 235 240 



3 



